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Summary
 Polyploidy is a key driver of ecological and evolutionary processes in plants, yet little is
known about its effects on biotic interactions. This gap in knowledge is especially profound
for nutrient acquisition mutualisms, despite the fact that they regulate global nutrient cycles
and structure ecosystems. Generalism in mutualistic interactions depends on the range of
potential partners (niche breadth), the benefits obtained and ability to maintain benefits
across a variety of partners (fitness plasticity). Here, we determine how each of these is influ-
enced by polyploidy in the legume–rhizobium mutualism.
 We inoculated a broad geographic sample of natural diploid and autotetraploid alfalfa
(Medicago sativa) lineages with a diverse panel of Sinorhizobium bacterial symbionts. To ana-
lyze the extent and mechanism of generalism, we measured host growth benefits and func-
tional traits.
 Autotetraploid plants obtained greater fitness enhancement from mutualistic interactions
and were better able to maintain this across diverse rhizobial partners (i.e. low plasticity in fit-
ness) relative to diploids. These benefits were not attributed to increases in niche breadth, but
instead reflect increased rewards from investment in the mutualism.
 Polyploid plants displayed greater generalization in bacterial mutualisms relative to diploids,
illustrating another axis of advantage for polyploids over diploids.
Introduction
Polyploidy, or the condition in which an organism contains more
than two complete sets of chromosomes, is an important driver
of ecological and evolutionary processes (Levin, 1983; Husband
et al., 2013; Soltis & Soltis, 2016). Polyploidy occurs in every
major eukaryotic lineage but is particularly common in plants; all
angiosperms share ancestral polyploid events and 24% of extant
plant species are recent polyploids (Husband et al., 2013; Barker
et al., 2016; Soltis & Soltis, 2016). Polyploidy can have profound
effects on plant genomes, phenotypes and abiotic tolerances
(Levin, 2002; Husband et al., 2013), yet few studies have
explored how polyploidy impacts biotic interactions, especially
mutualisms (Segraves & Anneberg, 2016; Spoelhof et al., 2017).
Plants engage in a variety of mutualisms that serve reproduc-
tive (e.g. pollinators, seed dispersers; Segraves & Anneberg, 2016)
and nutrient acquisition (e.g. mycorrhizae, nitrogen-fixing bacte-
ria; Shantz et al., 2016) functions, which may be altered by plant
polyploidy. Specifically, increases in cell size, enhancements in
genetic diversity and physiological changes that occur after poly-
ploidy events might permit polyploid plants to establish mutu-
alisms with a broader range of partners or obtain greater fitness
benefits from them (Segraves & Anneberg, 2016; Forrester &
Ashman, 2018, 2019). The few studies testing these hypotheses
have largely focused on reproductive mutualisms and have pro-
duced variable results (Thompson & Merg, 2008; reviewed by
Segraves & Anneberg, 2016). Thus, it remains unclear whether
polyploidy alters generalization along the axes of niche breadth
and fitness benefits obtained from nutrient acquisition mutu-
alisms, despite the fact that these drive global nutrient cycles and
structure communities in natural, agricultural and urban environ-
ments (Bascompte et al., 2003; Poisot et al., 2011; Shantz et al.,
2016; Sprent et al., 2017).
A model nutrient acquisition mutualism is the legume–rhizo-
bium symbiosis, in which rhizobia fix atmospheric nitrogen (N)
into a plant-usable form in exchange for photosynthetic resources
(carbon) provided by plants (Wang et al., 2012). From the plant
perspective, generalization in rhizobial interactions can be
defined by the taxonomic niche breadth of partners (Harrison
et al., 2018) and the extent of fitness benefits obtained from
diverse partners (Forrester & Ashman, 2018). Plants showing
more generalized rhizobial interactions might have the ability to
establish mutualisms with diverse rhizobial partners, maintain
high fitness across rhizobial strains (i.e. exhibit low plasticity in
fitness) or reduce costs of associating with lower quality partners,
resulting in more consistent and greater benefits obtained from
the mutualism (Rodrıguez-Echeverrıa et al., 2008) than those
with specialized rhizobial interactions.
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Generalization could be enhanced by plant polyploidy if it
increases the amount and diversity of resources available to invest
in supporting rhizobial symbionts (Powell & Doyle, 2015; For-
rester & Ashman, 2018). Polyploid plants often have greater
photosynthetic rates (Warner & Edwards, 1993) and a greater
diversity of compounds that function in mutualism establishment
(e.g. flavonoids, nod factor receptors; Levy, 1976) and mainte-
nance (e.g. nodule-specific cysteine-rich peptides, leghe-
moglobins; Young et al., 2011; Li et al., 2013). In addition,
polyploid plants have larger cells, which might allow them to host
a greater quantity of rhizobia, thereby increasing the amount of
N obtained (Forrester & Ashman, 2018). These changes might
enable polyploid plants to establish mutualisms with a broader
range of rhizobial partners and/or host more or higher quality
symbionts relative to diploids (reviewed by Forrester & Ashman,
2018; Forrester & Ashman, 2019). However, it remains unclear
whether these differences translate to greater generalization in
taxonomic niche breadth and host benefits obtained by poly-
ploids across diverse rhizobial environments (Forrester & Ash-
man, 2018).
We conducted an inoculation experiment using a geographically
widespread sampling of diploid (2x) and autotetraploid (4x) lin-
eages of the plant species complex Medicago sativa and a diverse
panel of Sinorhizobium bacterial symbionts. While synthetic
neopolyploid plants can be used to isolate the immediate effects of
polyploidy (Husband et al., 2008; Ramsey, 2011), with some
caveats (see M€unzbergova, 2017), established polyploid lineages
shed light onto the evolutionary consequences of genome duplica-
tion (Spoelhof et al., 2017; Baduel et al., 2018; Forrester & Ash-
man, 2019) and thus contribute to our understanding of successful
polyploids. Ancient polyploidy is hypothesized to have enhanced
legume mutualisms with rhizobia by duplicating genes that func-
tion in the establishment and maintenance of mutualism (Young
et al., 2011; Li et al., 2013), yet no studies have tested biotic niche
divergence in a polyploid (e.g. M. sativa; Spoelhof et al., 2017) or
fitness gains conferred to natural polyploids in relation to it.
We sought to determine whether autotetraploid plants: estab-
lish mutualisms with a broader range of rhizobial symbionts,
obtain greater fitness benefits from rhizobial mutualisms, exhibit
reduced plasticity in fitness across rhizobial environments and
show reduced costs of specialization in rhizobial interactions rela-
tive to diploids.
Materials and Methods
Plant host selection
Medicago sativa is a perennial, outcrossing plant native to central
Asia but now geographically widespread due to its agricultural
importance (Muller et al., 2005; Havananda et al., 2011).
Medicago has experienced multiple whole genome duplication
events throughout its history, including an ancient event within
the Rosid I clade (Cannon et al., 2006) and a more recent event
c. 58 million years ago when Medicago separated from Glycine
(Young et al., 2011). Within the M. sativa complex, plant lin-
eages from two independent autopolyploidy events were used to
avoid confounding the effects of polyploidy with the effects of
hybridization (Havananda et al., 2011). Medicago sativa subsp.
caerulea (2n = 2x = 16) is the diploid progenitor of autotetraploid
M. sativa subsp. sativa (2n = 4x = 32), and M. sativa subsp.
falcata contains both diploid and autotetraploid populations
(Havananda et al., 2011). Ploidy of these accessions was previ-
ously determined using flow cytometry (Brummer et al., 1999;
Sakiroglu & Brummer, 2011) and seeds from 10 accessions were
obtained from the USDA National Genetic Resources Program.
Accessions were used as a proxy for independent replicates within
taxa, as previous studies found significant genetic variation
among subspecies and accessions within M. sativa (Sakiroglu
et al., 2010; _Ilhan et al., 2016). Specifically, genetic analyses of
M. sativa accessions from the USDA National Genetic Resources
Program revealed distinct clusters for each of the subspecies
included here. Furthermore, these studies identified strong isola-
tion-by-distance patterns within subspecies, suggesting that geog-
raphy plays a role in explaining genetic differentiation among
accessions (Sakiroglu et al., 2010; _Ilhan et al., 2016). Diploid and
autotetraploid accessions within taxa (M. sativa subsp. caerulea/
sativa, or M. sativa subsp. falcata) were matched by geographic
origin when possible (http://www.ars-grin.gov/; Supporting
Information Table S1). Given the geographic dispersion of acces-
sions, they will be referred to as ‘lineages’ throughout the remain-
der of the text for clarity.
Seed scarification and planting
Seeds were scarified with 72% (w/w) sulfuric acid for 10min,
rinsed with sterile double distilled H2O (ddH2O) and sterilized
with 10% bleach for 10min following standard protocols (Heath
& Tiffin, 2007). Sterilized seeds were placed in small Petri dishes
on sterilized filter paper with 1 ml of sterile ddH2O. Plates were
sealed with parafilm, wrapped in aluminum foil and placed in a
4°C refrigerator for 2–4 d to synchronize germination. Seeds were
then transferred to a dark cabinet at room temperature for 1–3 d
to induce germination. Once seeds developed radicles, they were
planted into sterilized growth pouches (CYG; Mega International,
Newport, MN, USA) containing 20ml of sterile, nitrogen-free
Fahraeus solution, as described in the Medicago truncatula Hand-
book (https://www.noble.org/medicago-handbook/).
For each lineage, eight seeds were planted for each rhizobial or
water-inoculated control treatment (four seeds per pouch, two
pouch replicates per lineage per treatment). Pouches were sorted
by treatment and replicate and then placed into plastic containers
(18058606 Large Flip Top, Clear; Sterilite, Townsend, MA,
USA). To prevent cross-contamination, each container held a
single rhizobium treatment or water-inoculated control. Contain-
ers were sterilized before housing pouches by soaking them in a
10% commercial bleach solution for 5 min. Each container held
10 pouches (one pouch per lineage per treatment) and each treat-
ment had two replicate containers (two pouches9 10 lin-
eages9 25 treatments (21 rhizobial strains + four water-
inoculated controls) = 500 pouches). Containers were randomly
placed c. 6 in. apart in a growth room set to 25°C and 60%
humidity, and with supplemental lighting to achieve 16-h days.
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Rhizobial strains
Twenty-one strains of Sinorizobium (Ensifer) were used to evalu-
ate nodulation traits and host growth response of diploid and
autotetraploid M. sativa. These included one strain of S. terangae,
two strains of S. fredii, one strain of S. saheli, six strains of
S. medicae and 11 strains of S. meliloti. These strains span the
Sinorhizobium phylogeny (Fig. S1), have genetic resources avail-
able and exhibit diverse symbiotic phenotypes with M. truncatula
(Sugawara et al., 2013). Twenty strains were obtained from M.
Sadowsky at the University of Minnesota and one strain
(S. meliloti USDA1002) was obtained from P. Elia at the
National Rhizobium Germplasm Resource Collection.
Experimental design and treatments
The experiment was divided into four temporal blocks that
occurred from May to October 2017 and overlapped by 1 wk.
Each block lasted 7 wk from the time of seed scarification to har-
vesting and comprised four to six unique rhizobial strains and a
water-inoculated control treatment. The first temporal block had
four rhizobial strains, the second block had five strains, and the
third and fourth blocks had six strains each. Before planting,
seedlings were sorted into size groups to avoid effects of initial
plant size at the time of inoculation and each seedling within a
size group was randomly assigned to a rhizobial treatment or the
water-inoculated control.
Inoculation and plant growth
For the first block, rhizobial strains were grown in 30 ml of tryp-
tic-soy media with biotin (TY), with four replicate flasks per
strain. Cultures were transferred to 50 ml Falcon tubes, cen-
trifuged to pellet cells and remove media, and resuspended in
10 ml of sterile ddH2O. Due to the limited growth in liquid cul-
ture for two of the strains (KH16b and KH36c), cells were
scraped from TY plates to achieve the desired concentration of
109 cells ml1 (based on OD600). For the three additional blocks,
rhizobial strains were cultured on TY plates, scraped and resus-
pended in 10 ml sterile ddH2O to achieve 10
9 cells ml1.
Seven or 8 d after planting, treatment plants were inoculated
with 1.09 109 cells in 50 µl ddH2O by slowly applying inocula
directly along the plant root surface using a pipette. Control plants
were given 50 µl ddH2O applied following the same protocols as
the rhizobial treatments. Plants were given 9ml of N-free Fahraeus
solution 8 d after inoculation. Three weeks after inoculation, non-
nodulating and control plants appeared nitrogen-deficient and had
reduced survival. To ensure a sufficient number of control plants
could be analyzed, all plants in each temporal block were harvested
3 wk after inoculation and within 2–4 d.
Plant harvest and data collection
Plants were removed from pouches, numbers of leaves and nod-
ules were counted, and nodule color was recorded by a single
observer as pink, white, brown and/or green. Pink nodules show
the presence of leghemoglobin and are probably fixing nitrogen
and providing it to their plant hosts, whereas white nodules prob-
ably do not fix nitrogen (Imaizumi-Anraku et al., 1997). Green
nodules may fix nitrogen but are in the early stages of senescence,
whereas brown nodules are completely senesced but may have
fixed nitrogen at some point. Plants were then dissected into
shoot, root and nodule tissue, and dried in an oven at 55°C for at
least 4 d. Root and shoot tissue samples were weighed to the near-
est 0.1 mg on a Mettler AE-200 Analytical Balance to assess
growth benefits from rhizobial mutualisms. Total nodule biomass
per plant was estimated by weighing all nodules to the nearest
0.1 µg on a Cahn C-31 Microbalance. These data were used to
test for differences in the quantity of symbionts, as nodule
biomass is correlated with rhizobial abundance within the nodule
(Kiers et al., 2003; Heath & Tiffin, 2007; Regus et al., 2015).
Plant biomass and nodule traits were collected for all plants
that survived in the experiment (n = 1139). For plants in rhizo-
bial treatments, 959 of the 1680 seeds planted germinated and
survived to the end of the experiment. For control plants, 180 of
the 320 seeds planted germinated and survived to the end of the
experiment. Of the 180 control plants, only one plant produced
a single nodule and was excluded from analyses. To minimize
nonindependence, an average value was calculated for pouches
that contained more than one plant, making pouch the unit of
replication for this experiment.
Host benefit analyses
To test whether autotetraploid plants benefitted more from rhizo-
bial symbioses than diploids, mean shoot biomass, total biomass
and host growth response (HGR) were calculated for each lineage
and rhizobial treatment combination. Analyzing shoot biomass and
total biomass provides insight into whether overall plant size differs
between diploid and polyploid plants, and whether these differences
lead to greater benefits obtained from rhizobial symbioses. By con-
trast, HGR controls for ploidy effects on plant size to evaluate
whether benefits obtained by diploid and polyploid plants were not
solely due to initial size differences. HGR was quantified as the
mean percentage difference in shoot biomass between inoculated
and uninoculated controls within each lineage ((average shoot
biomass inoculated plants – average shoot biomass uninoculated
plants)/average shoot biomass uninoculated plants)9 100; Regus
et al., 2015). All 21 rhizobial strains were included in these analyses
because non-nodulating strains have been shown to modulate host
fitness benefits (Gano-Cohen et al., 2016).
Shoot biomass, total biomass and HGR metrics were approxi-
mately normally distributed and fitted model assumptions. Indi-
vidual linear mixed-effects models were used to test for effects of
ploidy, strain and their interaction (all fixed) accounting for lin-
eage nested within subspecies (random effect) on shoot biomass,
total biomass and host benefit using the LME4 (v.1.1) and
LMERTEST (v.3.0-1) packages in R (v.1.1.453).
Plasticity analyses
To test whether autotetraploid plants were better able to main-
tain fitness benefits across all 21 rhizobial strains than diploids,
 2020 The Authors
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we estimated plasticity in fitness (relative distance plasticity index,
or RDPI, of HGR; Valladares et al., 2006) for diploid and
autotetraploid M. sativa lineages. Within each lineage, we calcu-
lated the average pairwise distance in HGR for all combinations
of rhizobial environments using the Canberra method, which
measures the absolute distance between pairs of points in a vector
space. RDPI values range from zero to one, with values closer to
zero reflecting the maintenance of quality over rhizobial environ-
ments and is associated with greater generalism.
In addition to assessing plasticity in fitness, exploring whether
autotetraploid M. sativa plants have a greater ability to maintain
benefits closer to the maximum benefit provides insight into
potential costs associated with specializing on particular rhizobial
symbionts. To explore costs of specialization, we calculated the
relative distance from the maximum HGR of shoot biomass for
diploid and autotetraploid lineages across all 21 rhizobial strains.
While this metric can be correlated with RDPI, and is correlated
in this case (r = 0.76, P < 0.01), the point of comparison differs
and, as a result, provides additional insight into the factors driv-
ing generalization in host benefits obtained.
RDPI and cost of specialization were calculated in R using the
VEGAN package (v.2.5-4), and t-tests were used to test for signifi-
cant differences between ploidy levels (STATS package v.3.5.2).
We reran host benefit and plasticity analyses using only the 17
nodulating strains, and the results were the same as the 21 strain
models (data not shown). Data were visualized using GGPLOT2
(v.3.0.0).
Nodule trait analyses
Functional traits that reflect the quantity (nodule number and
biomass) and quality (nodule color as a proxy for N fixation) of
the rhizobial symbionts hosted might underlie the differences in
fitness benefits obtained by diploid and autotetraploid M. sativa.
Plants of this species form indeterminate root nodules that have a
persistent meristem and exhibit continuous growth. Only strains
that produced nodules with more than five plants were included
in these analyses. Four strains were excluded – three did not
nodulate any plants in the experiment and one strain only nodu-
lated one diploid and four autotetraploid plants – resulting in 17
strains included (Fig. S1).
To analyze differences in nodule color for diploid and autote-
traploid plants, nodule color was converted from the qualitative
metrics recorded during harvest to a quantitative scale that ranged
from zero to one. White nodules were given a score of 0, brown
nodules 0.5, green nodules 0.75 and pink nodules 1. For plants
that had multiple nodule colors recorded during harvest, an aver-
age quantitative score was calculated. To evaluate potential bias
in our quantitative scale, we reran analyses with a different scale
in which green nodules were given a score of 0.5 and brown nod-
ules were given a score of 0.25, but the results did not change.
Nodule traits were approximately normally distributed, and
models fitted assumptions. Mean nodule number per plant, total
nodule biomass and quantitative nodule color were calculated for
each lineage and rhizobial treatment combination for the 17
nodulating strains. Individual linear mixed effects models were
used to test for effects of ploidy, strain and their interaction (all
fixed) accounting for lineage nested within subspecies (random
effect) on mean number of nodules produced per plant, total
nodule biomass and quantitative nodule color using the LME4
(v.1.1) and LMERTEST (v.3.0-1) packages in R. Models were rerun
using root biomass as a covariate to account for effects of plant
size on nodule traits. To evaluate whether diploid and autote-
traploids plants differed in the quantity of benefits obtained per
unit investment in rhizobial symbioses, we ran correlations of
total nodule biomass and shoot biomass as well as total nodule
biomass and HGR.
Data availability
The data and code used to analyze data are publicly available via
Dryad (doi: 10.5061/dryad.5tb2rbp1r).
Results
Diploid and autotetraploid M. sativa exhibited similar breadth in
the taxonomic range of rhizobial partners with which they could
establish mutualisms. Specifically, all diploid and autotetraploid
lineages of M. sativa (Table S1) were nodulated by the same 17
of 21 possible rhizobial strains that span the Sinorhizobium phy-
logeny (Fig. S1).
By contrast, autotetraploid M. sativa exhibited greater host
benefits from rhizobial mutualisms than diploid plants. Autote-
traploid M. sativa produced almost twice as much shoot biomass
as diploids on average (5.72 mg shoot biomass vs 3.00 mg), but
the degree of this increase differed across rhizobial strains (ploidy
by strain interaction, F21,216 = 2.58; P < 0.001; Fig. 1a; Table 1).
These patterns were also evident in total biomass production
(F21,216 = 2.25; P < 0.01; Fig. S2; Table 1). When controlling for
the effects of polyploidy on plant size, autotetraploid M. sativa
exhibited a greater positive growth response of shoot biomass on
average compared to diploids across all 21 rhizobial strains (1.75-
fold increase in shoot biomass vs 1.2-fold increase; F1,206 = 5.69;
P = 0.04; Fig. 1b; Table 1). These patterns held across rhizobial
environments even though strains differed significantly in their
effects on HGR (F20,206 = 12.81; P < 0.001), ranging from costly
to highly beneficial (7 to 406% averaged across autotetraploid
lineages and from 23 to 439% averaged across diploid lin-
eages). Individual M. sativa lineages exhibited extensive variation
in HGR values, which accounted for 7% of the variation in the
model. These values ranged from 54 to 574% for autote-
traploid lineages and from 91 to 733% for diploid lineages.
Autotetraploid M. sativa had a significantly lower RDPI of
HGR compared to diploids (0.63 vs 0.72; t = 3.55, P = 0.008;
Fig. 2a), consistent with lower fitness plasticity across rhizobial
partners. Furthermore, autotetraploid M. sativa plants had a sig-
nificantly lower cost of specialization in rhizobial interactions
compared to diploids, as they achieved benefits closer to their
maximum HGR across a broad range of symbionts (0.65 vs 0.82;
t = 5.02, P = 0.001; Figs 2b, S3).
Ploidy level influenced several functional traits associated with
nodulation. While some nodule traits were correlated, including
New Phytologist (2020)  2020 The Authors
New Phytologist 2020 New Phytologist Trustwww.newphytologist.com
Research
New
Phytologist4
(a)
(b)
Fig. 1 (a) Mean shoot biomass of diploid (2x,
gray) and autotetraploid (4x, black) lineages
ofMedicago sativa associated with 21
Sinorhizobium strains and without rhizobia
(‘Uninoc’). (b) Mean host growth response
of diploid (2x, gray) and autotetraploid (4x,
black) lineages ofM. sativa associated with
21 Sinorhizobium strains. Host growth
response quantifies the percentage change in
shoot biomass of inoculated plants relative to
water-inoculated control plants (dashed line)
within a lineage. Mean shoot biomass and
host growth response per strain are shown
by small circles for each plant lineage and
large circles for each ploidy level.
Sinorhizobium strains are ordered by
nodulation ability and then by average
nodule color, a metric of nitrogen fixation
function (see Methods) here illustrated as
ranging from white (non-nodulating) to
yellow (ineffective) to dark red (highly
effective), produced by 2x (upper bar) and
4x (lower bar) plants.
Table 1 ANOVAs for shoot biomass, total biomass, host growth response and nodule traits ofMedicago sativa diploid and autotetraploid plants when
grown with single strains of Sinorhizobium.
df Shoot biomass Total biomass df
Host growth
response of shoot
biomass df
Nodule
number
Total nodule
biomass Nodule color
Ploidy 1 11.71* 11.14* 1 5.69* 1 1.52 14.82** 7.83*
Strain 21 16.38*** 12.20*** 20 12.81*** 16 3.55*** 5.94*** 26.83***
Ploidy : Strain 21 2.58*** 2.25** 20 0.85 16 0.92 2.39** 0.72
ANOVAs of shoot biomass and total biomass included water-inoculated control plants. ANOVAs of nodule traits were analyzed for the subset of rhizobial
strains that produced nodules (17 of the 21 strains). *, P < 0.05; **, P ≤ 0.01; ***, P ≤ 0.001. Numerator df and F values are shown for each effect. Denom-
inator df = 216 for shoot and total biomass, 206 for host growth response of shoot biomass, and 168 for nodule number, total nodule biomass and nodule
color.
 2020 The Authors
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nodule number per plant and total nodule biomass (diploids:
r = 0.30, P < 0.001; autotetraploids: r = 0.55, P < 0.001), others
were not, such as nodule color and nodule number. Autote-
traploid M. sativa produced, on average, more than twice as
much total nodule biomass than diploids, but the degree of this
increase differed across rhizobial strains (ploidy by strain interac-
tion, F16,168 = 2.39, P < 0.01; Figs 3, S4; Table 1, S2). While
autotetraploid M. sativa plants produced more total nodule
biomass than diploids across every nodulating rhizobial strain,
the most pronounced differences were observed in strains that
provided intermediate host growth benefits. The effect of ploidy
on total nodule biomass was not solely due to the larger size of
polyploid plants, as this interaction remained significant
(F1,168 = 1.87, P = 0.03) when root biomass was included as a
covariate (Table S3). Moreover, the effect of polyploidy was
evident even though rhizobial strain influenced total nodule
biomass (F16,168 = 5.94, P < 0.001).
Ploidy level did not affect the number of nodules produced
per plant (F1,168 = 1.52, P = 0.25; Table S2). Instead, nodule
number was influenced by rhizobial strain (F1,168 = 3.55,
P < 0.001) and root biomass (F1,168 = 13.33, P < 0.001).
Although nodule color also varied across rhizobial strains
(F16,168 = 26.83, P < 0.001), autotetraploid M. sativa consistently
produced significantly darker nodules (i.e. higher scores on the
quantitative scale of nodule color) than diploids (F1,168 = 7.83,
P = 0.03; Figs 1, 3; Table S2), suggesting effective N fixation by
rhizobial symbionts (Imaizumi-Anraku et al., 1997; Burghardt
et al., 2018). As expected by the relationship between color and
N fixation, shoot biomass and HGR were positively correlated
with average nodule color for both diploid (shoot: r = 0.57,
P < 0.001; HGR: r = 0.55, P < 0.001) and autotetraploid plants
(shoot: r = 0.58, P < 0.001; HGR: r = 0.61, P < 0.001) across the
17 nodulating rhizobial strains.
Shoot biomass was also positively correlated with total nodule
biomass for both diploid (r = 0.67, P < 0.001) and autotetraploid
M. sativa (r = 0.70, P < 0.001), suggesting similar benefits
obtained per unit investment in the mutualism (Fig. 4a). While
HGR was positively correlated with total nodule biomass for
diploids (r = 0.42, P < 0.001) and autotetraploids (r = 0.64,
P < 0.001), the correlation coefficients were significantly different
(z = 1.99, P = 0.05; Fig. 4b).
Discussion
In a model nutritional mutualism, we demonstrate that autote-
traploid M. sativa obtained greater benefits from rhizobial
(a)
(b)
Fig. 2 Plasticity of fitness and cost of specialization of diploid (2x, gray)
and autotetraploid (4x, black) lineages ofMedicago sativa inoculated with
21 Sinorhizobium strains. (a) Relative distance plasticity index (RDPI) for
host growth response of shoot biomass of 2x and 4x lineages. (b) Cost of
specialization as estimated by the average of the individual distances
(HGRi) from the maximum growth response (HGRmax) of shoot biomass
for 2x and 4x plants. Average RDPI and cost of specialization are shown as
small circles for each plant lineage and large circles for each ploidy level.
Fig. 3 Nodule traits (total biomass, number and color) of diploid (2x) and
autotetraploid (4x)Medicago sativa associated with 17 nodulating strains
of Sinorhizobium. Each data point represents the average nodule trait
value produced by diploid (gray) or autotetraploid (black) plants associated
with a given Sinorhizobium strain.
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partners than diploids and maintained these high benefits across
a wide range of interactions (i.e. reduced plasticity in fitness).
Furthermore, autotetraploid plants showed reduced costs of spe-
cialization in rhizobial interactions relative to diploids. Although
diploid M. sativa lineages obtained high benefits from a few
strains, they exhibited higher plasticity in fitness and rarely
obtained benefits close to their maximum growth response when
associated with other strains, therefore revealing that specialized
interactions come at a fitness cost when hosts are partnered with
less effective symbionts. Differences in growth benefits of diploid
and autotetraploid plants were not due to increased niche breadth
(i.e. ability to interact with a broad taxonomic range of patterns).
Instead, autotetraploid M. sativa plants appeared to invest more
in the mutualism, as demonstrated by greater nodule production
relative to diploids. These results imply that autotetraploid M.
sativa obtain more N than diploids from the same rhizobial
strains.
Several mechanisms may permit autotetraploid M. sativa
plants to enhance the quantity and quality of rhizobial interac-
tions, thereby obtaining more N from them (Forrester & Ash-
man, 2018). A common consequence of polyploidy is an increase
in cell size (Balao et al., 2011), which can lead to greater shoot
biomass and root biomass relative to diploids (Forrester & Ash-
man, 2018). Increases in root biomass might permit polyploids
to host a greater quantity of symbionts (i.e. host more or larger
nodules) and increases in shoot biomass might provide more
photosynthetic resources to invest in bacterial mutualisms (For-
rester & Ashman, 2018). The effects of polyploidy on plant size
were evident, as autotetraploid M. sativa plants were consistently
larger than diploids both with and without rhizobial associations.
Due to the observed greater nodule biomass of autotetraploid
M. sativa, they probably hosted more rhizobial symbionts than
diploids because this metric is positively correlated with rhizobial
abundance within the nodule (Kiers et al., 2003; Heath & Tiffin,
2007; Regus et al., 2015). In addition, autotetraploid M. sativa
plants consistently produced more pink, N-fixing nodules when
associated with the same strains as diploids, potentially reflecting
enhanced quality of bacterial symbioses. Furthermore, although
not tested directly here, a separate analysis of internal nodule
traits of diploid and neotetraploid M. sativa subsp. caerulea found
that polyploidy directly increased the size of rhizobia (bacteroids)
hosted within nodules (Forrester & Ashman, 2019), a metric
positively correlated with the amount of N provided to plant
hosts (Oono & Denison, 2010). Thus, multiple mechanisms
may have led to the polyploid advantage observed here.
The similarity of fundamental biotic niche breadth (i.e. the
number of taxonomic partners in the absence of partner competi-
tion) of diploids and polyploids that we observed is consistent
with previous studies exploring the effects of plant polyploidy on
the range of potential mutualistic partners. Previous studies have
found that diploid and polyploid plants often share similar polli-
nator communities (Castro et al., 2010; Nghiem et al., 2011;
Borges et al., 2012; but see Thompson & Merg, 2008) and myc-
orrhizal fungal associations (Tesitelova et al., 2013; Sudova et al.,
2018). Within the legume–rhizobia mutualism, four legume
species did not differ in their ability to associate with 31 single
strains of rhizobia in a glasshouse experiment (i.e. fundamental
niche breadth; Ehinger et al., 2014). However, in the wild, these
species specialized on distinct subsets of rhizobial strains, display-
ing differences in realized niche breadth (Ehinger et al., 2014).
Competition between rhizobial strains is known to be an impor-
tant factor influencing the establishment of mutualistic interac-
tions as well as the benefits obtained from them (Gano-Cohen
et al., 2016; Burghardt et al., 2018), so it is possible that diploid
and autotetraploid M. sativa exhibit differences in realized niche
breadth of rhizobial associations in natural populations or when
(a) (b)
Fig. 4 Quantity of benefits obtained per unit investment in rhizobial symbioses for diploid (2x, gray) and autotetraploid (4x, black)Medicago sativa plants
associated with 17 nodulating strains of Sinorhizobium. (a) Correlation of total nodule biomass and shoot biomass. (b) Correlation of total nodule biomass
and host growth response.
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co-inoculated. Competition among rhizobial strains might also
differ for diploid and polyploid plants, particularly if polyploids
have more resources to the invest in the mutualism (e.g. increased
nodule biomass).
Numerous studies have also addressed whether plant poly-
ploidy is associated with increases in abiotic niche breadth, yet no
clear patterns have emerged (Husband et al., 2013; Glennon
et al., 2014; Brittingham et al., 2018). Although some polyploid
plant taxa occupy larger abiotic niches than their diploid progeni-
tors (Lowry & Lester, 2006; Coughlan et al., 2017), others
occupy different or smaller niches (Ramsey, 2011; Brittingham
et al., 2018). Additional studies testing how polyploidy shapes
niche breadth of both biotic and abiotic interactions are needed
to elucidate broad patterns and clarify underlying mechanisms.
Taken together, these studies highlight that fitness advantages fre-
quently observed in extant polyploid plants might not be
attributed to expansion in the taxonomic range of mutualistic
partners (or habitats), but the ability of polyploids to obtain
greater benefits from interactions and/or maintain fitness across
biotic (or abiotic) environments once partnerships are estab-
lished.
Here, we demonstrate that autotetraploid M. sativa not only
obtain greater benefits from rhizobial symbionts, but also main-
tain higher fitness across biotic environments, thus displaying
greater generalization in bacterial mutualisms relative to diploids.
To our knowledge, this is the first test of diploid and polyploid
fitness plasticity across biotic environments (i.e. the different rhi-
zobia taxa) and supports the characterization of polyploid plants
as ‘jacks-of-all-trades’ and ‘masters-of-some’ (sensu Richards
et al., 2006; Wei et al., 2019). Previous work has identified a fit-
ness cost of generalization in rhizobial mutualisms, such that
maximum host benefit was lower for generalist legume species
compared to specialized legume species (Ehinger et al., 2014).
Our results are consistent with this finding in that one diploid
M. sativa lineage achieved the greatest maximum HGR (733%)
when associated with one rhizobial strain. However, specializa-
tion also appears to come at a fitness cost. Diploid M. sativa
received lower mean benefits per strain than autotetraploids for
15 of the 17 nodulating rhizobial strains, and diploids rarely
achieved HGR values close to their maximum when associated
with less beneficial rhizobia.
The ability of autotetraploid M. sativa to obtain and maintain
greater benefits from rhizobial symbionts seems to be due, in
part, to increased plant size. Diploid and autotetraploid M. sativa
displayed similar relationships between total shoot biomass
obtained per unit investment in the mutualism. Autotetraploid
plants were able to host more nodule biomass than diploids and,
as a result, obtain greater shoot biomass benefits when associated
with rhizobia. However, when the effects of ploidy on plant size
were controlled for using HGR, diploid and autotetraploid
M. sativa differed in the relationship between benefits obtained
per unit investment in the symbiosis, suggesting that other mech-
anisms beyond plant size shape rhizobial interactions. Specifi-
cally, diploid M. sativa had less nodule biomass and lower HGR
than autotetraploids; however, for a few strains, diploids obtain
high benefits from relatively little investment in the mutualism
(i.e. low nodule biomass), displaying a more specialized strategy.
By contrast, autotetraploid M. sativa had more nodule biomass
and greater HGR across strains, but for all strains, increased host
benefits required increased investments in the mutualism, fitting
a more generalist strategy. The mechanisms underlying the spe-
cialization and generalization strategies observed here may reflect
differences in the regulation of rhizobial interactions (e.g.
autoregulation of nodulation, host sanctions, resources provided
to rhizobial symbionts); however, additional studies are needed
to uncover these mechanisms.
The patterns observed here are consistent with previous studies
demonstrating higher mean fitness and reduced plasticity in fit-
ness of polyploid plants across abiotic environments (Petit et al.,
1996; McIntyre & Strauss, 2017; Wei et al., 2019). Autote-
traploidM. sativa plants might obtain greater benefits and exhibit
reduced plasticity in fitness across biotic environments due to
increased investment in the mutualism by plant hosts and their
bacterial symbionts (i.e. increased nodule biomass and high
quantitative scores for nodule color) relative to diploids. Addi-
tional studies are needed to uncover the specific mechanisms per-
mitting polyploid plants to invest more in bacterial mutualisms;
however, the present study suggests that generalization is benefi-
cial and can be an important component of polyploid fitness
advantages. Enhancements in genomic, transcriptomic and phe-
notypic plasticity that result from polyploidy are known contrib-
utors to polyploid fitness advantages across abiotic environments
(Bretagnolle & Thompson, 2001; Leitch & Leitch, 2008;
Shimizu-Inatsugi et al., 2017), and might also explain why poly-
ploids exhibit greater generalization in biotic interactions. Empir-
ical studies evaluating these mechanisms would be particularly
insightful for understanding how niche breadth and the fitness
benefits of mutualistic interactions contribute to polyploid suc-
cess.
By quantifying the degree of generalization in and fitness bene-
fits obtained from a broad range of partnerships, this work sup-
ports the role of polyploidy as an important ecological and
evolutionary driver of variation in mutualistic interactions. Poly-
ploid plants that obtain high benefits from a broad range of
mutualistic partners might outcompete diploids and facilitate the
occurrence of diverse bacterial symbionts within or across envi-
ronments (Heath & Stinchcombe, 2014). By contrast, more spe-
cialized diploids might enrich the environment with a few highly
beneficial strains and, in doing so, outcompete polyploid plants
and reduce the presence of other symbionts. At a larger scale,
variation in the degree of generalization in mutualistic interac-
tions between intraspecific diploid and polyploid plants might
maintain high diversity of symbiotic partners (Batstone et al.,
2018) as well as ploidy level diversity within and among plant
populations. Depending on the scale of environmental variation,
diploid and polyploid plants might coexist in mixed-ploidy pop-
ulations if each associates with distinct rhizobial strains, poten-
tially increasing the population-level breadth of mutualistic
partners. Even if diploid and polyploid plants outcompete one
another within populations depending on the availability of ben-
eficial rhizobia strains, these interactions could enhance species-
level partner breadth across the geographic range (Batstone et al.,
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2018). These processes might occur in autopolyploid species,
such as M. sativa used here; however, it is possible that allopoly-
ploid plants exhibit even greater generalization in species interac-
tions, which could lead to greater variation in mutualistic
partners. Studies using established diploid and polyploid plants
in separate and mixed-ploidy populations would be particularly
informative for addressing these hypotheses.
Comparing established diploid and polyploid plants of the
same species provides insight into how polyploidy might impact
the evolutionary trajectory of plant species in natural populations
(Spoelhof et al., 2017; Baduel et al., 2018; Forrester & Ashman,
2019). Medicago experienced multiple polyploidization events
throughout its history, including an event 58 million years ago
(Cannon et al., 2006; Young et al., 2011). Although the origin
and timing of polyploidization events among the M. sativa sub-
species and lineages tested here are uncertain (Havananda et al.,
2011), it is possible that extensive heterogeneity exists in the evo-
lutionary changes that occurred following polyploidization in
these lineages. Testing the patterns detected here in young and
old polyploid lineages would inform how time since origin affects
mutualism traits and benefits obtained from legume–rhizobial
interactions.
Studying legume–rhizobial interactions with established poly-
ploids, however, does not isolate the direct effects of polyploidy
on plant traits or abiotic and biotic interactions (Maherali et al.,
2009; Forrester & Ashman, 2019). The immediate effects of
polyploidy can be identified by comparing diploid and synthetic
neopolyploid plants, with some caveats (see M€unzbergova,
2017). Greater understanding of the long-term evolutionary con-
sequences of polyploidy as well as the underlying direct mecha-
nisms can be gained by conducting complementary studies using
neopolyploid and established polyploid plants (Forrester & Ash-
man, 2019). The results presented here and those on neopoly-
ploid Medicago offer confirmatory insight into this interaction.
For instance, both neoploids and extant polyploids showed pat-
terns of larger nodule size. Within nodules, increases in size at the
suborganellar and cellular levels were revealed as direct effects of
polyploidy (Forrester & Ashman, 2019). These effects might also
be at play in the extant polyploids and would explain the differ-
ences in nodule size and color between ploidies observed here.
The effects of polyploidy on generalization are likely to extend
to other nutrient acquisition (e.g. plant–mycorrhizal) and repro-
ductive (e.g. plant–pollinator, plant–seed disperser) mutualisms,
as well as other plant–biotic interactions (e.g. herbivores, para-
sites) that vary in niche breadth and effects on host fitness
(Segraves & Anneberg, 2016; Wood et al., 2018). Although pre-
vious studies have demonstrated that most organisms interact
with multiple mutualistic partners, the benefits of generalization
and underlying mechanisms remained largely unresolved (Dou-
glas, 1998; Heath & Stinchcombe, 2014). This study reveals that
polyploidy is a key genetic driver of generalization in a bacterial
mutualism, uncovers a potential mechanism underlying the
widespread success of polyploid legumes, and provides a general
framework for understating how variation in biotic interactions
can be affected by polyploidy.
Acknowledgements
We thank K. Gano-Cohen, K. Quides and C. Wendlandt for
assistance with techniques and protocols, N. Wei for advice on
plasticity measures, L. Follweiler for glasshouse maintenance, two
anonymous reviewers for comments on a previous version and
UPitt DSA&S for logistical support. Funding was provided by
the NSF Graduate Research Fellowship (1247842), Andrew Mel-
lon Pre-Doctoral fellowship and the Society for the Study of Evo-
lution to NF, UPitt DSA&S PEEP fellowship to MR-G,
National Science Foundation (DEB 1241006 and 1452386) to
T-LA, and National Science Foundation (DEB 1150278 and
1738009) to JLS for logistical support and supplies.
Author contributions
NJF, MR-G, JLS and T-LA planned and designed the experi-
ment. NJF and MR-G performed the experiment and analyzed
the data. NJF, MR-G and T-LA wrote the manuscript.
ORCID
Tia-Lynn Ashman https://orcid.org/0000-0002-9884-5954
Nicole J. Forrester https://orcid.org/0000-0002-5210-8801
Maria Rebolleda-Gomez https://orcid.org/0000-0002-3592-
4479
Joel L. Sachs https://orcid.org/0000-0002-0221-9247
References
Baduel P, Bray S, Vallejo-Marin M, Kolar F, Yant L. 2018. The “polyploid
hop”: shifting challenges and opportunities over the evolutionary lifespan of
genome duplications. Frontiers in Ecology and Evolution 6: 117.
Balao F, Herrera J, Talavera S. 2011. Phenotypic consequences of polyploidy
and genome size at the microevolutionary scale: a multivariate morphological
approach. New Phytologist 192: 256–265.
Barker MS, Arrigo N, Baniaga AE, Li Z, Levin DA. 2016.On the relative
abundance of autopolyploids and allopolyploids. New Phytologist 212: 391–
398.
Bascompte J, Jordano P, Melian CJ, Olesen JM. 2003. The nested assembly of
plant–animal mutualistic networks. Proceedings of the National Academy of
Sciences, USA 100: 9383–9387.
Batstone RT, Carscadden KA, Afkhami ME, Frederickson ME. 2018. Using
niche breadth theory to explain generalization in mutualisms. Ecology 99:
1039–1050.
Borges LA, Souza LGR, Guerra M, Machado IC, Lewis GP, Lopes AV. 2012.
Reproductive isolation between diploid and tetraploid cytotypes of Libidibia
ferrea (= Caesalpinia ferrea) (Leguminosae): ecological and taxonomic
implications. Plant Systematics and Evolution 298: 1371–1381.
Bretagnolle F, Thompson JD. 2001. Phenotypic plasticity in sympatric diploid
and autotetraploid Dactylis glomerata. International Journal of Plant Sciences
162: 309–316.
Brittingham HA, Koski MH, Ashman TL. 2018.Higher ploidy is associated
with reduced range breadth in the Potentilleae tribe. American Journal of Botany
105: 700–710.
Brummer EC, Cazcarro PM, Luth D. 1999. Ploidy determination of alfalfa
germplasm accessions using flow cytometry. Crop Science 39: 1202–1207.
Burghardt LT, Epstein B, Guhlin J, Nelson MS, Taylor MR, Young ND,
Sadowsky MJ, Tiffin P. 2018. Select and resequence reveals relative fitness of
 2020 The Authors
New Phytologist 2020 New Phytologist Trust
New Phytologist (2020)
www.newphytologist.com
New
Phytologist Research 9
bacteria in symbiotic and free-living environments. Proceedings of the National
Academy of Sciences, USA 115: 2425–2430.
Cannon SB, Sterck L, Rombauts S, Sato S, Cheung F, Gouzy J, Wang X,
Mudge J, Vasdewani J, Schiex T et al. 2006. Legume genome evolution
viewed through theMedicago truncatula and Lotus japonicus genomes.
Proceedings of the National Academy of Sciences, USA 103: 14959–14964.
Castro S, M€unzbergova Z, Raabova J, Loureiro J. 2010. Breeding barriers at a
diploid–hexaploid contact zone in Aster amellus. Evolutionary Ecology 25: 795–
814.
Coughlan JM, Han S, Stefanovic S, Dickinson TA. 2017.Widespread generalist
clones are associated with range and niche expansion in allopolyploids of Pacific
Northwest Hawthorns (Crataegus L.).Molecular Ecology 26: 5484–5499.
Douglas AE. 1998.Host benefit and the evolution of specialization in symbiosis.
Heredity 81: 599–603.
Ehinger M, Mohr TJ, Starcevich JB, Sachs JL, Porter SS, Simms EL. 2014.
Specialization–generalization trade-off in a Bradyrhizobium symbiosis with wild
legume hosts. BMC Ecology 14: 8.
Forrester NJ, Ashman TL. 2018. The direct effects of plant polyploidy on the
legume–rhizobia mutualism. Annals of Botany 121: 209–220.
Forrester NJ, Ashman TL. 2019. Autopolyploidy alters nodule-level interactions
in the legume–rhizobium mutualism. American Journal of Botany 107: 179–
185.
Gano-Cohen KA, Stokes PJ, Blanton MA, Wendlandt CE, Hollowell AC,
Regus JU, Kim D, Patel S, Pahua VJ, Sachs JL. 2016. Nonnodulating
Bradyrhizobium spp. modulate the benefits of legume–rhizobium mutualism.
Applied and Environment Microbiology 82: 5259–5268.
Glennon KL, Ritchie ME, Segraves KA. 2014. Evidence for shared broad-scale
climatic niches of diploid and polyploid plants. Ecology Letters 17: 574–582.
Harrison TL, Simonsen AK, Stinchcombe JR, Frederickson ME. 2018.More
partners, more ranges: generalist legumes spread more easily around the globe.
Biology Letters 14: 20180616.
Havananda T, Brummer EC, Doyle JJ. 2011. Complex patterns of
autopolyploid evolution in alfalfa and allies (Medicago sativa; Leguminosae).
American Journal of Botany 98: 1633–1646.
Heath KD, Stinchcombe JR. 2014. Explaining mutualism variation: a new
evolutionary paradox? Evolution 68: 309–317.
Heath KD, Tiffin P. 2007. Context dependence in the coevolution of plant and
rhizobial mutualists. Proceedings of the Royal Society B: Biological Sciences 274:
1905–1912.
Husband BC, Baldwin SJ, Suda J. 2013. The incidence of polyploidy in natural
plant populations: major patterns and evolutionary processes. In: Leitch IJ,
Greilhuber J, Dolezel J, Wendel JF, eds. Plant genome diversity, vol 2. Vienna,
Austria: Springer-Verlag, 255–276.
Husband BC, Ozimec B, Martin SL, Pollock L. 2008.Mating consequences of
polyploid evolution in flowering plants: current trends and insights from
synthetic polyploids. International Journal of Plant Sciences 169: 195–206.
_Ilhan D, Li X, Brummer EC, Sakiroglu M. 2016. Genetic diversity and
population structure of tetraploid accessions of theMedicago sativa–falcata
complex. Crop Science 56: 1–11.
Imaizumi-Anraku H, Kawaguchi M, Koiwa H, Akao S, Syono K. 1997. Two
ineffective-nodulating mutants of Lotus japonicus- different phenotypes caused
by the blockage of endocytotic bacterial release and nodule maturation. Plant
and Cell Physiology 38: 871–881.
Kiers ET, Rousseau RA, West SA, Denison RF. 2003.Host sanctions and the
legume–rhizobium mutualism. Nature 425: 78–81.
Leitch AR, Leitch IJ. 2008. Genome plasticity and the diversity of polyploid
plants. Science 320: 481–483.
Levin DA. 1983. Polyploidy and novelty in flowering plants. American Naturalist
122: 1–25.
Levin DA. 2002. The role of chromosomal change in plant evolution. Oxford, UK:
Oxford University Press.
Levy M. 1976. Altered glycoflavone expression in induced autotetraploids of
Phlox drummondii. Biochemical Systematics and Ecology 4: 249–254.
Li QG, Zhang L, Li C, Dunwell JM, Zhang YM. 2013. Comparative genomics
suggests that an ancestral polyploidy event leads to enhanced root nodule
symbiosis in the Papilionoideae.Molecular Biology and Evolution 30: 2602–
2611.
Lowry E, Lester SE. 2006. The biogeography of plant reproduction: potential
determinants of species’ range sizes. Journal of Biogeography 33: 1975–1982.
Maherali H, Walden AE, Husband BC. 2009. Genome duplication and the
evolution of physiological responses to water stress. New Phytologist 184: 721–
731.
McIntyre PJ, Strauss S. 2017. An experimental test of local adaptation among
cytotypes within a polyploid complex. Evolution 71: 1960–1969.
Muller MH, Poncet C, Prosperi JM, Santoni S, Ronfort J. 2005.Domestication
history in theMedicago sativa species complex: inferences from nuclear
sequence polymorphism.Molecular Ecology 15: 1589–1602.
M€unzbergova Z. 2017. Colchicine application significantly affects plant
performance in the second generation of synthetic polyploids and its effects
vary between populations. Annals of Botany 120: 329–339.
Nghiem CQ, Harwood CE, Harbard JL, Griffin AR, Ha TH, Koutoulis A.
2011. Floral phenology and morphology of colchicine-induced tetraploid
Acacia mangium compared with diploid A. mangium and A. auriculiformis:
implications for interploidy pollination. Australian Journal of Botany 59: 582–
592.
Oono R, Denison RF. 2010. Comparing symbiotic efficiency between swollen
versus nonswollen rhizobial bacteroids. Plant Physiology 154: 1541–1548.
Petit C, Thompson JD, Bretagnolle F. 1996. Phenotypic plasticity in relation to
ploidy level and corm production in the perennial grass Arrhenatherum elatius.
Canadian Journal of Botany 74: 1964–1973.
Poisot T, Bever JD, Nemri A, Thrall PH, Hochberg ME. 2011. A conceptual
framework for the evolution of ecological specialisation. Ecology Letters 14:
841–851.
Powell AF, Doyle JJ. 2015. The implications of polyploidy for the evolution of
signalling in rhizobial nodulation symbiosis. In: Bais H, Sherrier J, eds.
Advances in botanical research. Amsterdam, the Netherlands: Elsevier, 149–190.
Ramsey J. 2011. Polyploidy and ecological adaptation in wild yarrow. Proceedings
of the National Academy of Sciences, USA 108: 7096–7101.
Regus JU, Gano KA, Hollowell AC, Sofish V, Sachs JL. 2015. Lotus hosts
delimit the mutualism–parasitism continuum of Bradyrhizobium. Journal of
Evolutionary Biology 28: 447–456.
Richards CL, Bossdorf O, Muth NZ, Gurevitch J, Pigliucci M. 2006. Jack of all
trades, master of some? On the role of phenotypic plasticity in plant invasions.
Ecology Letters 9: 981–993.
Rodrıguez-Echeverrıa S, Crisostomo JA, Nabais C, Freitas H. 2008.
Belowground mutualists and the invasive ability of Acacia longifolia in coastal
dunes of Portugal. Biological Invasions 11: 651–661.
Sakiroglu M, Brummer EC. 2011. Clarifying the ploidy of some accessions in
the USDA alfalfa germplasm collection. Turkish Journal of Botany 35: 509–
519.
Sakiroglu M, Doyle JJ, Brummer EC. 2010. Inferring population structure and
genetic diversity of broad range of wild diploid alfalfa (Medicago sativa L.)
accessions using SSR markers. Theoretical and Applied Genetics 121: 403–415.
Segraves KA, Anneberg TJ. 2016. Species interactions and plant polyploidy.
American Journal of Botany 103: 1326–1335.
Shantz AA, Lemoine NP, Burkepile DE. 2016. Nutrient loading alters the
performance of key nutrient exchange mutualisms. Ecology Letters 19: 20–28.
Shimizu-Inatsugi R, Terada A, Hirose K, Kudoh H, Sese J, Shimizu KK. 2017.
Plant adaptive radiation mediated by polyploid plasticity in transcriptomes.
Molecular Ecology 26: 193–207.
Soltis PS, Soltis DE. 2016. Ancient WGD events as drivers of key innovations in
angiosperms. Current Opinion in Plant Biology 30: 159–165.
Spoelhof JP, Soltis PS, Soltis DE. 2017. Pure polyploidy: closing the gaps in
autopolyploid research. Journal of Systematics and Evolution 55: 340–352.
Sprent JI, Ardley J, James EK. 2017. Biogeography of nodulated legumes and
their nitrogen-fixing symbionts. New Phytologist 215: 40–56.
Sudova R, Kohout P, Kolarikova Z, Rydlova J, Voriskova J, Suda J, Spaniel S,
Muller-Scharer H, Mraz P. 2018. Sympatric diploid and tetraploid cytotypes
of Centaurea stoebe s.l. do not differ in arbuscular mycorrhizal communities and
mycorrhizal growth response. American Journal of Botany 105: 1995–2007.
Sugawara M, Epstein B, Badgley BD, Unno T, Xu L. 2013. Comparative
genomics of the core and accessory genomes of 48 Sinorhizobium strains
comprising five genospecies. Genome Biology 14: R17.
New Phytologist (2020)  2020 The Authors
New Phytologist 2020 New Phytologist Trustwww.newphytologist.com
Research
New
Phytologist10
Tesitelova T, Jersakova J, Roy M, Kubatova B, Tesitel J, Urfus T, Travnicek P,
Suda J. 2013. Ploidy-specific symbiotic interactions: divergence of mycorrhizal
fungi between cytotypes of the Gymnadenia conopsea group (Orchidaceae). New
Phytologist 199: 1022–1033.
Thompson JD, Merg KF. 2008. Evolution of polyploidy and the diversification
of plant–pollinator interactions. Ecology 89: 2197–2206.
Valladares F, Sanchez-Gomez D, Zavala MA. 2006.Quantitative estimation of
phenotypic plasticity: bridging the gap between the evolutionary concept and
its ecological applications. Journal of Ecology 94: 1103–1116.
Wang D, Yang S, Tang F, Zhu H. 2012. Symbiosis specificity in the legume:
rhizobial mutualism. Cellular Microbiology 14: 334–342.
Warner DA, Edwards GE. 1993. Effects of polyploidy on photosynthesis.
Photosynthesis Research 35: 135–147.
Wei N, Cronn R, Liston A, Ashman TL. 2019. Functional trait divergence and
trait plasticity confer polyploid advantage in heterogeneous environments. New
Phytologist 221: 2286–2297.
Wood CW, Pilkington BL, Vaidya P, Biel C, Stinchcombe JR. 2018. Genetic
conflict with a parasitic nematode disrupts the legume–rhizobia mutualism.
Evolution Letters 2: 233–245.
Young ND, Debelle F, Oldroyd GE, Geurts R, Cannon SB, Udvardi MK,
Benedito VA, Mayer KF, Gouzy J, Schoof H et al. 2011. TheMedicago
genome provides insight into the evolution of rhizobial symbioses. Nature 480:
520–524.
Supporting Information
Additional Supporting Information may be found online in the
Supporting Information section at the end of the article.
Fig. S1 Phylogeny of the 21 Sinorhizobium strains used in the
experiment.
Fig. S2 Mean total biomass of diploid and autotetraploid lin-
eages ofMedicago sativa associated with 21 Sinorhizobium strains.
Fig. S3 Average host growth response of diploid and autote-
traploid Medicago sativa associated with 21 Sinorhizobium
strains.
Fig. S4 Nodule traits of diploid and autotetraploid lineages of
Medicago sativa associated with 17 Sinorhizobium strains.
Table S1 Diploid and autotetraploid accessions of the Medicago
sativa species complex used in the study.
Table S2 Estimated marginal means for plant growth and nodule
traits of diploid and autotetraploid Medicago sativa lineages asso-
ciated with Sinorhizobium strains.
Table S3 ANCOVAs for nodule number and total nodule
biomass of diploid and autotetraploid Medicago sativa when
grown with 17 single strains of Sinorhizobium and including root
biomass as a covariate.
Please note: Wiley Blackwell are not responsible for the content
or functionality of any Supporting Information supplied by the
authors. Any queries (other than missing material) should be
directed to the New Phytologist Central Office.
New Phytologist is an electronic (online-only) journal owned by the New Phytologist Trust, a not-for-profit organization dedicated
to the promotion of plant science, facilitating projects from symposia to free access for our Tansley reviews and Tansley insights.
Regular papers, Letters, Research reviews, Rapid reports and both Modelling/Theory and Methods papers are encouraged. 
We are committed to rapid processing, from online submission through to publication ‘as ready’ via Early View – our average time
to decision is <26 days. There are no page or colour charges and a PDF version will be provided for each article. 
The journal is available online at Wiley Online Library. Visit www.newphytologist.com to search the articles and register for table
of contents email alerts.
If you have any questions, do get in touch with Central Office (np-centraloffice@lancaster.ac.uk) or, if it is more convenient,
our USA Office (np-usaoffice@lancaster.ac.uk)
For submission instructions, subscription and all the latest information visit www.newphytologist.com
 2020 The Authors
New Phytologist 2020 New Phytologist Trust
New Phytologist (2020)
www.newphytologist.com
New
Phytologist Research 11
